The P-value is the enrichment p-value computed according to the mHG or HG model. This p-value is not corrected for multiple GO term testing. Enrichemnt (N, B, n, b) is defnied as follows: N -is the total number of genes B -is the total number of genes associated with a specific GO term ('target' set and 'background set') n -is the number of genes in the 'target set' b -is the number of genes in the 'target set' associated with a specific GO term Enrichment = (b/n) / (B/N). The list of the associated genes that appear in the 'target set' is included. Each gene name is specified by protein RefSeq name used in GO database and a short description of the gene is given.
